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<222> (504) . . (998) 

<223> dps gene 

<400> 1 

gggtgcgctc tgcatcggtg atcaacctgc accattgggg tccgcgcaaa ttagctgcga 6 0 

tctccccgtc ggaaaggtgc aggcgaatct gcccgcgggt ttcttccgca ggttcaaact 12 0 

gcaacgtgcc aatcagcccc aaatggatat acaaaatgtg ctcagggtga tccgcatcga 18 0 

actcgacgaa caggtgcttg ccgtaagcct ccgcaaccgc gatgcggtga ccgttgatga 24 0 

tcgccgcttc agaagtaaag cgtccttgag gtgaagtggc gtccaaaatg gtatcgccaa 300 

aattcttggt gagttcccca gctagtcgat gaatcacgtg tccttcaggc ataatcacca 360 

accttagtag ccggtgtgcc gatttgataa aaaactaagc gtggcctgcg ggaatcggca 42 0 

ctttcaggat aggacaacct aatataaata agcttaggct aagggccggt gacaatttat 48 0 

caagcagtgc tataataggg gtc atg gca aac tac aca gtc cct gga ate aac 53 3 
Met Ala Asn Tyr Thr Val Pro Gly lie Asn 



gag aat gac gca aag cag ctt att gat gga ctg cag gag cgt etc acc 
Glu Asn Asp Ala Lys Gin Leu lie Asp Gly Leu Gin Glu Arg Leu Thr 



gac tac aac gat ctt cac etc ate ttg aag cac gtg cac tgg aac gtc 
Asp Tyr Asn Asp Leu His Leu lie Leu Lys His Val His Trp Asn Val 



act ggc ccc aac ttc att get gtt cac gaa atg etc gac cca cag gtt 
Thr Gly Pro Asn Phe lie Ala Val His Glu Met Leu Asp Pro Gin Val 



1 



gac ctt gtt cgt ggc tat get gac gaa gtt gca gag cgc att tec acc 725 

Asp Leu Val Arg Gly Tyr Ala Asp Glu Val Ala Glu Arg lie Ser Thr 

60 65 70 

5 etc gga ggc gca cca gtt gga acc cca gaa ggc cac gtt get gac cgc 773 

Leu Gly Gly Ala Pro Val Gly Thr Pro Glu Gly His Val Ala Asp Arg 

75 80 85 90 

acc cca ctg caa tat gag cgc aat gec gga aat gtc caa gca cac etc 821 

10 Thr Pro Leu Gin Tyr Glu Arg Asn Ala Gly Asn Val Gin Ala His Leu 

95 100 105 



act gac etc aat cgc gtg tac acc caa gtg ctg acc gga gtt cgc gag 869 
Thr Asp Leu Asn Arg Val Tyr Thr Gin Val Leu Thr Gly Val Arg Glu 
15 110 115 120 

tec atg gca tea gec ggc cca gtg gat cca gta act gaa gac ate tac 917 

Ser Met Ala Ser Ala Gly Pro Val Asp Pro Val Thr Glu Asp lie Tyr 

125 130 135 

20 

ate age cag gee gcg gag ctg gag aaa ttc cag tgg ttc ate cgc gca 965 

lie Ser Gin Ala Ala Glu Leu Glu Lys Phe Gin Trp Phe lie Arg Ala 
140 145 150 

2 5 cac att gtt gat gta gac gga aac ate caa gag taaaaegteg aaaagcgtta 1018 

His lie Val Asp Val Asp Gly Asn lie Gin Glu 
155 160 165 

aggegctgae ccccaccagc cegggggtea gtggcttcct tagtgcaaaa atccaccaca 10 7 8 

30 

aaatttttga tcctgaaatt tgtggtggat ttttgeaett ttcgtcgccg gatcctgcac 113 8 
gaatccacca cagactccgg aatttgccgt gggatgtggt ggatccttgc tgtggaacct 1198 

3 5 cacaggaggt gcaagttggg ggacggagtg ttgggattgc taaaattcgt tcgattttta 1258 

agttctccgc tgatctgtaa cgagaagttg aacagtcaac ctgcagtgac cccgcaggaa 1318 
tcacagcagc ctcaatcgcc tcaaaagtaa cgctcctaga atcgcctcta agggectaa 1377 

40 



<210> 2 
<211> 165 
<212> PRT 

4 5 <213> Corynebacterium glutamicum 



<400> 2 

Met Ala Asn Tyr Thr Val Pro Gly lie Asn Glu Asn Asp Ala Lys Gin 
15 10 15 

50 

Leu lie Asp Gly Leu Gin Glu Arg Leu Thr Asp Tyr Asn Asp Leu His 
20 25 30 

Leu lie Leu Lys His Val His Trp Asn Val Thr Gly Pro Asn Phe lie 
55 35 40 45 

Ala Val His Glu Met Leu Asp Pro Gin Val Asp Leu Val Arg Gly Tyr 



2 



Ala Asp Glu Val Ala Glu Arg lie Ser Thr Leu Gly Gly Ala Pro Val 
65 70 75 80 



Gly Thr Pro Glu Gly His Val Ala Asp Arg Thr Pro Leu Gin Tyr Glu 
5 85 90 95 

Arg Asn Ala Gly Asn Val Gin Ala His Leu Thr Asp Leu Asn Arg Val 
100 105 110 

10 Tyr Thr Gin Val Leu Thr Gly Val Arg Glu Ser Met Ala Ser Ala Gly 
115 120 125 

Pro Val Asp Pro Val Thr Glu Asp lie Tyr lie Ser Gin Ala Ala Glu 
130 135 140 

15 

Leu Glu Lys Phe Gin Trp Phe lie Arg Ala His lie Val Asp Val Asp 
145 150 155 160 

Gly Asn lie Gin Glu 
20 165 



<210> 3 

25 <211> 28 

<212> DNA 

<213> Artificial sequence 
<220> 

3 0 <223> Description of the artificial sequence: Primer 
dpsexl 

<400> 3 

caggtaccat aagcttaggc taagggcc 

35 

<210> 4 
<211> 28 
<212> DNA 
40 <213> Artificial sequence 

<220> 

<223> Description of the artificial sequence: Primer 
dpsex2 



<400> 4 

tgtctagagc actaaggaag ccactgac 



3 



